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Supplementary Table 1 Supplementary Table 2 Supplementary Table 3 Supplementary Three technical replicates shown for untreated and decellularised tissue biopsies except for untreated samples for patient 1 and 2 due to lack of material. Proteins identified in each sample with Mascot score probabilities and Scaffold software results: P: Protein identification probability; EUP: Exclusive Unique Peptide count (number of unique peptides only with this protein); EUS: Exclusive Unique Spectrum count (number of unique spectra only associated with this protein); TS: Total Spectrum count (number of total spectra associated with this protein including those shared with other proteins). ND; not detected.
Label free quantification (LFQ) intensity values by MaxQuant software (see Methods) are given for each identified protein in three technical replicates per sample. Means of LFQ intensity were used to calculate ratios of soluble versus fibrillar protein before and after decellularisation (see Figure 2B ).
